The title compound, C 19 H 23 N 3 O 2 , was prepared by condensing 4-diethylamino-2-hydroxybenzaldehyde and 4-methylbenzohydrazide in methanol. The asymmetric unit contains two independent molecules in which the two benzene rings make dihedral angles of 30.3 (3) and 18.9 (3) . Intramolecular O-HÁ Á ÁN hydrogen bonds are observed in both molecules. The crystal structure is stabilized by N-HÁ Á ÁO hydrogen bonds, which form chains along the a axis. 
Related literature

Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). In the last few years, a number of hydrazone compounds have been reported (Fun et al., 2011; Horkaew et al., 2011; Zhi et al., 2011; Huang & Wu, 2010) . As an extension of our work on such compounds (Shen et al., 2012) , we report here the structure of a new benzohydrazide compound, (I).
The asymmetric unit of the compound contains two independent molecules ( Fig.1 ) both of which form intramolecular O -H···N hydrogen bonds (Table 1 ). The dihedral angle between the C7-N1-N2-C8-O2 plane and the C1-C6 benzene ring is 15.4 (2)° while that between the C26-N4-N5-C27-O4 section of the molecule and the C20-C25 benzene ring is 5.8 (2)°. The planarity of these portions of the molecule may result from the formation of intramolecular O-H···N hydrogen bonds. All the bond distances are within normal ranges (Allen et al., 1987) and comparable with those in the similar compounds reported recently and mentioned previously. The crystal structure of the compound is stabilized by intermolecular N-H···O hydrogen bonds, to form chains along the a axis (Table 1, Fig. 2 ).
2-Hydroxy-4-diethylaminobenzaldehyde (193.0 mg, 1.0 mmol) and 4-methylbenzohydrazide (150.1 mg, 1.0 mmol) were mixed in methanol (60 ml). The mixture was refluxed for 30 min, then cooled to room temperature, yielding a colorless solution. Small, colorless crystals were formed when the solution was evaporated in air for several days.
Refinement
Hydrogen atoms bound to N and O were located in a difference Fourier map and refined isotropically, with N-H and O -H distances restrained to 0.90 (1) and 0.85 (1) Å. The remaining H atoms were placed in idealized positions and constrained to ride on their parent atoms, with C-H distances of 0.93-0.97 Å, and with U iso (H) set at 1.2U eq (C) and 1.5U eq (methyl C). High atomic displacement parameters for atom C16 indicated possible disorder. However a suitable model could not be developed and bond distances within the N3 C16 C17 unit were constrained using DFIX. Crystals were very small and weakly diffracting, which results in a very low ratio of observed/unique reflections. The molecular structure of (I) with ellipsoids drawn at the 30% probability level.
Computing details
Figure 2
The crystal structure of (I). Hydrogen bonds are drawn as dashed lines. Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma (F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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